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Supplementary Table 2: Intermodular communication in PD map
This file contains the list of PD map elements prioritized according

to their intermodular communication in the PD map. P value and Z-
score are calculated on the basis of a given element participating in
different moules (subnetworks) in the map. The module classes are
the according to article: Guimera, R., Sales-Pardo, M. & Amaral, L.
A. N. Classes of complex networks defined by role-to-role
connectivity profiles. Nature Physics 3, 63—69 (2007).

Intermodular communication class

R1: Ultra peripheral - All links within one module

R2: Peripheral - Most links within one module

R3: Satellite connector - High fraction of links to multiple modules

R4: Kinless node - Links homogenously distributed among all modules
R5: Provincial hub - Most links within own module

R6: Connector hub - Many links to most of other modules

R7: Global hub - Links homogenously distributed among all modules
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Mitochondrial permeability transition pore (open)
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